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DECLARATION UNDER 37 C.FJR. § 1.131 



Sir: 



I, Rory AJ. Curtis, hereby declare and state: 

1. I am the inventor of the subject matter described and claimed in the above-identified application. 

2. I was in possession of the complete nucleic acid sequence of 25466 in the United States and had 
determined its identity as a monocarboxylate transporter before January 30, 2001. 

3. Evidence is provided by the following: 

a) Prior to January 30, 2001, I had completed the sequencing of full length human 25466. 
Exhibit A is a copy of an electronic printout of the nucleic acid sequence from Millennium's 
sequence database. The printout bears the automatically embedded date on which I entered the 
sequence into the database. On the original printout, this sequence bears a date prior to January 30, 
2001. In accordance with accepted practice, the dates on the copy of the electronic printout have 
been masked (M.P.E.P. § 715.07). 

The top sections of the printout bear reference information for accessing the 25466 

CERTIFICATION UNDER 37 C.F.R. SECTIONS 1.8(a) and 1.10* 

I hereby certify that, on the date shown below, this correspondence is being: 

MAILING 

0 deposited with the United States Postal Service in an envelope addressed to the Commissioner for Patents, P.O. Box 

1450, Alexandria, VA 22313-1450. 

37 C.F.R. SECTION 1.8(a) 37 C.F.R. SECTION 1.10* 

0 with sufficient postage as first class mail. □ as "Express Mail Post Office to Addressee" 

Mailing Label No. 

TRANSMISSION 

□ transmitted by facsimile to the Patent and Trademark Office. 




Signature 

Sean Hunziker/Beverly SotiropSulos 

Date: July 8, 2004 

(type or print name of person certifying) 

*WARNING:Each paper or fee filed by "Express Mail" must have the number of the "Express Mail" mailing label placed thereon 
prior to mailing. 37 C.F.R. section 1. 10(b). "Since the filing of correspondence under section 1. 10 without the Express Mail 
mailing label thereon is an oversight that can be avoided by the exercise of reasonable care, requests for waiver of this 
requirement will not be granted on petition. " Notice of Oct. 24, 1996, 60 Fed. Reg. 56,439, at 56,442. 
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sequence in the Millennium database. The remainder of the printout bears the entire 25466 
nucleotide sequence ("Fbh25466pat"), known in the application as SEQ ID NO:l. 

b) Prior to January 30, 2001, 1 had determined that the 25466 nucleotide sequence of SEQ ID 
NO:l encodes a monocarboxylate transporter based on the results of analyses of the nucleotide 
sequence and the encoded polypeptide. Exhibits B, C and D are evidence of this determination. 
Exhibit B is a copy of the first page of a BLAST analysis of SEQ ID NO:l. The top hit in this 
BLAST result is human monocarboxylate transporter 3 (Genbank Accession No. U81800). Exhibit 
C is a copy of several analyses of the 25466 polypeptide, with the sequence displayed on page L 
Page 4 of Exhibit C shows the alignment of a portion of the polypeptide with the MCT 
(monocarboxylate transporter) domain in Pfam. Exhibit D is a pairwise alignment of the 25466 
polypeptide with human monocarboxylate transporter 4 (SwissProt Accession No. 0 15374). I 
performed my analyses and reached the conclusion that SEQ ID NO:l encodes a monocarboxylate 
transporter prior to January 30, 2001. 

The original printouts of Exhibits B and C bear automatically embedded dates on which I 
performed these analyses. In accordance with accepted practice, the dates on the copies of the 
electronic printouts have been masked (M.P.E.P. § 715.07). 



I hereby declare that all statements made herein of my own knowledge are true and that all 
statements made on information and belief are believed to be true; and further that these statements were 
made with the knowledge that willful false statements and the like so made are punishable by fine or 
imprisonment, or both, under Section 1001 of Title 18 of the United States Code, and that such willful false 
statements may jeopardize the validity of the application or any patent issued thereon. 





Rory A.J. Curtis 



Date 
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fiflinplfi Tnfnrmnt-»ifln 

name: Fbh2 5466pat 

type: Plain DNA Sequence 



Exhibit A to Accompany Declaration under 
37 CFR §1.131 for US Appln. No. 1 0/074,547 



submitted on: 
NC project: Bayer 
species: Human 
tissue: unspecified 
internal id: 107698647 
restrictions: none 

Sagnancftg TnformfiHnn 
creation method: Loading 
name : Load 
created on: 

created by: Rory Curtis 
accession number: 107 698648 



> Fbh25466pat - Import - complete 



1 


GTCGACCCAC 


GCGTCCGCAA 


GAGTGTGCAT 


GTGAGGTGAC 


TGCATTTTTT 


TTCCCTGCCA 


61 


AACCAGAATT 


AGCCGGTATA 


GGAATGAACG 


AGCATGAAGA 


TTTGAAATTG 


CTCCGATTGG 


121 


AAGGAAGCCC 


AGGTTAGGTT 


TGGGCACCTC 


CAAACGCACC 


CGTTTTAAAG 


CCACCTGGAC 


181 


TGAGGCGTCG 


AGCTTTCAGC 


TCCACCAAAC 


GCTCACCTGG 


CCTGGCAGCG 


AGCGGCGGAA 


241 


GAGCCCGGGA 


GCCCCTCACA 


GAGCGCACCG 


AGCCGGGCGG 


AGAGCTGAGC 


CGCAGGCACC 


301 


CGCGTCTCCA 


GGATGATAGG 


CGACATTGCA 


ACAAATCTCT 


ACACCCAGCA 


GCTCAGGGGG 


361 


CTCCAAGCAG 


AGCAGCAAGT 


TCGAGGATCC 


GGGCGTGpAG 


CCGAGTGAGG 


CCGCAGCCCA 


421 


GCGGGCCTCG 


GGCGAAAAAT 


CTTGGAAAAT 


GTATACCAGT 


CATGAAGATA 


TTGGGTATGA 


481 


TTTTGAAGAT 


GGCCCCAAAG 


ACAAAAAGAC 


ACTGAAGCCC 


CACCCAAACA 


TTGATGGCGG 


541 


ATGGGCTTGG 


ATGATGGTGC 


TCTCCTCTTT 


CTTTGTGCAC 


ATCCTCATCA 


TGGGCTCCCA 


601 


GATGGCCCTG 


GGTGTCCTCA 


ACGTGGAATG 


GCTGGAAGAA 


TTCCACCAGA 


GCCGCGGCCT 


661 


GACCGCCTGG 


GTCAGCTCCC 


TCAGCATGGG 


CATCACCTTG 


ATAGTGGGCC 


CTTTCATCGG 


721 


CTTGTTCATT 


AACACCTGTG 


GGTGCCGCCA 


GACTGCGATC 


ATTGGAGGGC 


TCGTCAACTC 


781 


CCTGGGCTGG 


GTGTTGAGTG 


CCTATGCTGC 


AAACGTGCAT 


TATCTCTTCA 


TTACTTTTGG 


841 


AGTCGCAGCT 


GGCCTGGGCA 


GCGGGATGGC 


CTACCTGCCA 


GCGGTGGTCA 


TGGTGGGCAG 


901 


GTATTTCCAG 


AAGAGACGCG 


CCCTCGCCCA 


GGGCCTCAGC 


ACCACGGGGA 


CCGGATTCGG 


961 


TACGTTCCTA 


ATGACTGTGC 


TGCTGAAGTA 


CCTGTGCGCA GAGTACGGCT GGAGGAATGC 


1021 


CATGTTGATC 


CAAGGTGCCG 


TTTCCCTAAA 


CCTGTGTGTT 


TGTGGGGCGC 


TCATGAGGCC 


1081 


CCTCTCTCCT 


GGTAAAAACC 


CAAACGACCC 


AGGAGAGAAA GATGTGCGTG 


GCCTGCCAGC 


1141 


GCACTCCACA 


GAATCTGTGA 


AGTCAACTGG 


ACAGCAGGGA 


AGAACAGAAG 


AG AAGG ATGG 


1201 


TGGGCTCGGG 


AACGAGGAGA 


CCCTCTGCGA 


CCTGCAAGCC CAGGAGTGCC CCGATCAGGC 


1261 


CGGGCACAGG 


AAGAACATGT 


GTGCCCTCCG 


GATTCTGAAG 


ACTGTCAGCT 


GGCTCACCAT 


1321 


GAGAGTCAGG 


AAGGGCTTCG 


AGGACTGGTA 


TTCGGGCTAC 


TTTGGGACAG 


CCTCTCTATT 


1381 


TACAAATCGA 


ATGTTTGTAG 


CCTTTATTTT 


CTGGGCTTTG 


TTTGCATACA 


GCAGCTTTGT 


1441 


CATCCCCTTC 


ATTCACCTCC 


CAGAAATCGT 


CAATTTGTAT 


AACTTATCGG 


AGCAAAACGA 


1501 


CGTTTTCCCT 


CTGACGTCAA 


TTATAGCAAT 


AGTTCACATC 


TTTGGAAAAG 


TGATCCTGGG 



7 5r>7 


carve a t appp 

LVj 1 Ln X nVjLL 


PAPTTGPPTT 

VjnL X X VjLL X X 


PPATTAPTPT 


TTPrGAATGTC 

X X VJuATl lUlVw 


TTCCTGTTGG 


CCAAPTTCAC 


7 6? 7 




APT ATTTTT A 


TTPTGPPPtTT 


GATGCACACG 


TACGCTGGCC 


TGGCGGTCAT 


7 r7P7 


L.1U1 VjL VjL J. VJ 


ATAGPPTTTT 

/A x nuuo X X X X 


PP APTPPTT A 


rprprppmppprpA 


ATGCCCGTAG 


TGACTGAAGA 

X L7i*L> X WrUiViJ 


7 7/17 


PTTPPTTGGP 

L 1 1 VJVJ 1 X VjVjL 


ATTGAAPAPP 

n X X VjnnLnLL 


TPPPPAATGP 


PTACGGCATC 


ATCATCTGTG 

X vrv X w X \J X w 


CTAATGGCAT 

L X *JLii X VVVA* ^ 


7 flfl7 

J. O 1/ J. 




PTGGGAPPAP 

L X VjVjvjnL LnL 


PTTTTPPAGG 


GTGGATCTAT 


GACATCACGC 


AAAAATATGA 


7 flr77 


A 1 X X 1 LL 1 1U 


TaPATATPTP 
X PiLPi Inlulo 


ommmpip rprprp a 


PATGATAGGA 


ATAPTPTTTT 

4* x x \^ x x x x 


TAPTTATTCA 

X IxL X X X X V-*** 


XyZ± 


pppptpp a tt 


ppaaTTaTap 

Lunn X X A ln\j 


aapaa m ppap 


AAPAAAATAP 


ATGGATGGTG 

1 oun x UU x vj 


PAP ATGTTT A 
v.nLn iui 1 1 " 


7 QQ 7 

lyol 




nluU LLLjI Vj 


m a p pt'ptp a m 


Tprpa aTaPTP 

X \J X rirl X fiV^ X V_ 


ATGPPTAPPT 

r\ X VJJ V_\_ 1 fiV^V^ 1 


PGPATGPTTG 

LVJLnXVJVJX 1 VJ 


OHA 7 


P'PPTP A POO A 
L 1 G 1 GAGGL A 


ppt a tp a p a p 

LL X A X onLnu 


p a PHTPP.P, a a 


aPPaTTTTPT 1 
noLnl 1 1 ivjl 


APPPTAaP m P 

rt.V-.VjVj 1 PVrtV^ 1 Vj 


PP A PTPTP AT 
ULnL 1 vj x Ln x 


Zl Ul 


rprpprp A A A rpPP 

I 1GIAAAIGL 


O A mmOmO a O A 
LAI IGILALA 


ooorpr"t a rprprpo 
VjLL XLA1 1 XVj 


m a appappap 

1 AALr L. AvjC AL. 


X VjV_ v_ X V_ X L. X Vj 


TTTPPPP A P A 

X X X VjVjVjVjpiVjAi 


Zl 01 


rppm a Amoomo 
I G I AA 1 GL 1 G 


o a a o a tott a 
G AAkj A I L I I A 


appapfapai 1 

AooAL 1 Ak- A X 


ao Ammpmapa 

AL, A 1 X L. X ALrA 


PATPAPaPTP 

\Jt\ 1 VjPVV^PiVj 1 Vj 


TTPTTP A A AP 

X X Vj X X L/VriPiVJ 


ZZZl 


ALAGLLTAGT 


A AOrpA a mnnp^p" 
AAG I AA I 1 GG 


rp A O A A A m OOO 
1 AGAAA 1 VjLL 


pmmjm a A AAA 
L 1 1 Al AAAAA 


pp A mmpmpmm 
L-L-Pi X X L. X L. X X 


PTPaTPTaPT 
L7 1 LA 1 L 1 AL 1 


0 001 

ZZol 


GGGAC T AGGG 


TTTTAAATAC 


APprprprprpA A A 

AGL I I I I AAA 


AAOAAaaapa 

AALAAAAALA 


pppaaTa aaa 

bbunn X AAAA 


PPTTTTPa ap 
VjL 1111 L AAL 


9 3 /f 1 

ZJ41 


rpp a a /^/^ A /^Tirp 

TL AALLAL 1 I 


Otprnrpptm a AO A 
L 1 X I G I AAG A 


O A A A AO m O A A 
L AAAAL 1 IjAA 


O m a m P TPTPT 1 
L7IAIL.IL7IL1I 


pprprpppApA A 
VjL. X ILL /\VJ/\Pi 


appTTapapa 

/\VjL X X PiLAiVjPi 


Z4 Ul 


IAAAIGGGI I 


mp» AOO A OA A 
I LAAGL ALAA 


OA ITITPIPT 
GAA 1 Al bnt 1 


apannTTPap a 

ALjAI X 1 L-ALxA 


aaTTaa m TaT 

r\r\X X PiPi X XriX 


TAPaPPPAPP 
X nLrlVjVjVjPiVjL 


Z4ol 


TATTGATCTA 


OrpAOOATOA A 

L I AGL A I L AA 


AO A A AOPPA A 
ALAAAGGLAA 


oomom a Ammp 
GL 1 L 1 AA 1 XL 


papapp m aa m 

L AL. AL1L7 X AA X 


ApA ATTTAPT 
ALAA XXX rWj X 


9 C 9 1 


p p A A mm A A AO 

GCAA I X AAAG 


A A A O A OOOO m 

AAALALGGL I 


rporp A rprp rprprp A 
1G 1 Al 1 1 1 1 A 


mo a 000 a a mm 
1GAGGGAA1 I 


PTPP aPPT AP 
L» X L7L.AL7L X AL? 


pp a ttptp a p 

VjVjAX X Vj X VjpiL 


OC01 


rpp prp a A Arnpp 

ICC I AAAICC 


rpOOrporpA AAA 

I LL I L I AAAA 


OA APPPAP mr P 

GAAGGL AL I 1 


ppp a mm a a mp 
GLLAl 1AA1L. 


pm a Ammp Apm 
L.XAAX XL.AL7X 


ppTaTPpaPT 

VjL 1 AlLLALil 


9/T/f 7 


Tl A T> A A A rppp A 

1 A I AAA xGG A 


A rnp^mrpo A O A P 
A I L I I G AG AL 


AAA app mr na a 

AAAAL. L- 1 1 AA 


pa aapaaa m a 

L. AAAVjAAA X A 


apaP m aaTpa 

rlL.riVj X X Vjpi 


rprprpppmrp App 
XXX LL X X PiVjL 


9 on i 
Z /t/x 


AO A A OOOOTI A 

AGAAGCCG i A 


mmm o m a ooo a 
I I IGxALGLA 


paapa mr naaa 

LAAL.A1 1AAA 


m paapppp m a 

X L-AAoLxLiL- X A 


paaTTPaapp 


APTTTTaTTP 
AiL ill lnl 1L 


9 7 /CI 
Z /Ol 


Om A rpp a rnnipp 
G I A I LA 1 1 GG 


OO m O mr P AO A m 

LL 1 L I I AGA I 


o arpaTa appa 

o A 1 A 1 AAIjL A 


m p app m pppp 


p p tpt 1 a a m a m 

LL. IVilnnlnl 


rp rprprp rprp p rpp a 
XXXXXXLX VjPi 


90 9 1 

ZoZl 


GTTTCTTCTG 


OOO A A A A A m A 

LLLAAAAAI A 


1 AAI Al AVjAA 


pm a a mmppm a 
L.XAAX 1L?L.1A 


ap m papa a a m 

AL X Vjr\Lri/vi X 


aaapTTa ata 

nrirtVj X X riPi x n 


O Q Q1 

Zool 


P mm AAA rpp A rp 
Gil AAA I LAI 


OrpOOA AOOA A 

L I LLAAGGAA 


mptmrpoom A A rp 
1 \J 1 1 L-rL 1 AA 1 


ppa a ap m a m a 

LL AAALi 1 A 1 A 


apap m a m pa a 

nunv. lnl Lnn 


TTTPTP A PP A 
X X X Vj X VjnVjVjpi 


1 G /I 1 

Zy41 


mA Arn a A A mpp 

TAATAAATGG 


a A mppp A rnrp a 

AATGCLA x I A 


pmnm AO Aniprp 

G 1 G I AGA I G I 


omorppppapa 
L 1 G 1 GLLAL A 


rp pirn pi A p A P m P 
1 L 1 LiAL AL 1 Lt 


paPTaPTPaT 

VjAL7 X AVj 1 L7 A 1 


JUU1 


A A P A A AfPAPP 

AAL AAA I AGL 


OO A m/^«rnp<rp a O 

LLA I L I L I AG 


A p»rpprppip«f-nO m 
AL 1 L 1 LG 1 \3 1 


momm Am Am ao 
1 Li X 1A1A1AL7 


a pp a ttp a tt 

ALLAl 1LA1 1 


TPPPTPappp 

1 VjLL 1 VJPiVjLVj 


JUol 


mppp 7v p t\ mm 

TGGCACAGTT 


rpm a A A A A rp AO 

x I AAAAA I AG 


1 1 L 1 L 1 1 G A 1 


mo a mmmo a m a 
1GA1 1 1LA1A 


p a p a a p a m P a 

L AG AAL7A 1 LtA 


ptptp a tpp a 

L X Vj X VjA X LLA 


Tin 
J1Z1 


mp a p a rrpm a a 

x GAL A I L I AA 


rpA Arnppppmm 

IAAIGLLLI I 


1L 1 1 1A1 L 1G 


a p a m P m P m a m 

ALj A 1 Lj X L. X A 1 
1 


mmmmpm A App 
1 1 1 1 L 1 AALjL 


p a a appTTTT 

LAAALVjX XXX 


3 1 O 1 

Jlol 


mp a p a pmp pa 

TLAGALTGLA 


G AATGTTC TT 


pi pi pi A O A mpAfp 

LLL AGA 1 LA 1 


mrpoa A An^rprpP 
1 1 G AAA X I 1 L. 


fpppp' npppi 1 1 • 

1 L7L7L I VjLL 1 1 


a PTTPTTT a P 
AL X X Vj X X X AL 


JZ4 1 


A P a rn a P rprprp a 

AG AT AG I TTA 


A o A Orp a rprprp a 

AG AL 1 A I I I A 


A A rprprporp A O m 
AA 1 1 1 L 1 AL 1 


0 a 0 a a mmmo a 
LALAA1 1 1GA 


mo a mo A O A O A 
1 LA 1 L AL AL A 


papapaaaTP 

L AL AL AAA X L 


3 3 m 
J J Ul 


PTfPP A A rp a rnp 

LI IGAAIAIL 


a rprpooo A pmp 
A I IGLLAGIG 


rpptrpm AOOrpO A 

1 L 1 1 AGG 1 LA 


a AmmmAOomA 

AA 111 ALL 1 A 


a a prop a a Tap 

AALr 1 VjAA 1 AL 


apppp aTTPT 

AvjLLLA X X L X 


3 3 C 7 


OA AmrpAmoom 

CAATTATCCT 


rno A o A a rpm a O 
TLACAAT I AG 


ALGL AGGAA I 


oomAomAPP a 
L7L 1 AL 1 AGLtA 


ATTPP A ATP A 
Al IL70AAILA 


aapaaTPPPa 

AAL AA X VjLL A 


3/f 9 1 
J4Z1 


pi pi pi pi t\ AOOOm 

LLLL AAGLG I 


A A rp rprprp a OOO 

AAI I X IAGLL 


A OO a o mmm o a 
AL7L Ao 111 LA 


p mm a m a pmp a 
Lj X X AX AL. 1 LA 


aPPaTPTPPT 
ALLAl Li 1LL1 


TPTP APPTPT 
X L X VjPiVjL X Vj X 


1 A Q1 


rp A A O A A pmp A 

I AAL AAG I GA 


mmp a A mpp A O 

I ILAAIGGAL 


A IPTTPTPTT 1 
AAvj 1 1 L 1 L 1 1 


mmrpprnrpop A m 
1 1 XLtX 1L.LA1 


PTPPaTTaTT 
L1LLA1 lnl 1 


TPPTPPTPT A 
X L L X VjL X L X Pi 


1RA1 


A rnOT l A r PAOT l O 
A I G I A I AG I Vj 


O O a O m P O rprpp 


rppm a Amp a a a 
1 Li 1 AA 1 AAA 


ppappappaa 


aaTa at a a a a 


GGPAGPTAAT 

VjvjLPivjL X Pin 1 


J O Ul 




papa a a appa 

VjrA\_AAAAVjv_A 


mppmrn a A rp A rp 
1 VjVj 1 1 r\n X rV X 


ATATAPTTAa 
r\ X rt X rW~ X X Pi-rt 


TATTAPPTPP 

1 Pi 1 InLLlLV. 


AATGACTPGG 

Pin x vjnL x lvjvj 


JOOl 


OA ATTPPPTP 

LjAAX IuLLHj 


rp a A A rpm A A 
X AAAX InllA 


m apAPa ATAP 


ATTGPATGTP 

A X X wv_Pi X L7 X L, 


ATAPTPPATT 

r\ X PVV_ X Lvn X X 


TGGTTPAAPA 

X vjvj 1 XLnnLn 




L AAL AAL L I A 


rpo r Po mr pa m o a 

lulul XAX L. A 


mm a O A oorprprn 
X X nLnuL XXX 


OVJ^ X V7L, lull 


AAAPAATPPA 


GPTPTPTATT 

VJL X L X L X Pi X X 


3 7X?7 


TTPaTa A AO A 

1 XVjAI AAAvjA 


t 1 a a tptt a a a 

InnlL X X AAA 


npTPiannp A A 


TPPTPPPTPP 

X \JL- X V_.V_.V_. 1 v_. Vw 


PPTATPTPTP 

LL 1 Pi 1 L X L X L 


TPTGTGTAAT 

x \_ x vj x vj x nn x 




rpmAOOAmAOA 
I IALLAIAGA 


a mm a pp a m p a 

A I X AVjVjAXoA 


rpm A p A rpmp A A 
X X AvjAX XVjAA 


APapa^PTrpp 

AL-AL-AXLjX XLj 


t a tptttt a a 

X Pi X Vj X X X 1 PiPi 


A A APT AP ATT 

nttftL X nLn X X 


jyui 


PPTTP a rpm a p 
GL 1 I LA 1 1 AL 


rprprp p* a rprp» nn p 

iix laji nit 


ppapaapaTP 


AAAPTAAPAA 


PAPPPAGTPT 

VjPiVjVjLPiVJ X VJ X 


Ta a AT ATTTT 

1 PiPiPV X Pi 1 XXX 


3961 


AAATGGTGCT 


ATAGCCAATG 


TATTTGAATG 


CTTGCACTGC 


TGGTTGTGTA 


TCATCAATAT 


4021 


GAACTTTTTA 


TCCAATGACT 


CAACTCTAAT 


TACATCTAAG 


TTAGACTTGC 


TCACGTTCAG 


4081 


TTTGTACAGT 


TGTGTGTTGA 


CTTACTATGT 


TTTGAAAGTG 


GTGACTTCTA 


CCGAATGAGT 


4141 


GGAAGTTCCC 


ATTGTCAAAA 


AAAATAAAGA 


CCTGCTTGCA 


GTATTCATGT 


TGACAACAGA 


4201 


GTAAAAGAGA 


ATACTGTAAA 


GAATTACTGC 


AAATATTTCC 


TGTTTATGTT 


ATTTGCCGTT 


4261 


GTTTGAAGAT 


ATTATAAAGG 


GTTAATTGTA 


TATTTATATC 


ATGTGCTTTA 


TCGTTTTCCC 


4321 


CTCATGTATC 


CAAGTAATTT 


TTATTTACAT 


ACAACTAAAT 


AAATGTTGTC 


CTCTTTGAAA 



4381 AAAAAAAAAA AAAAAAAAAA AAAAAAAAGG GGCGGCCGC 



Exhibit B to Accompany Declaration under 
Fbh25466pat(4419 bases) - 37 CFR §1.131 for US Appln. No. 10/074,547 

Nucleic Acid Db Check - All Database Hits 



gb|U81800 |HSU81800 Homo sapiens monocarboxylate . transport .. . 


384 


8 


4e- 


-20 


1 


gb|U15685|GGU15685 Gallus gallus retinal epithelial membr. . . 


376 


4 


Oe- 


-19 


1 


gb|AJ238706|DME238706 Drosophila melanogaster mRNA for ca... 


292 


3 


9e- 


-12 


1 


gb| AF178954 | AF178954 Mus musculus monocarboxylate transpo... 


280 


4 


Oe- 


-11 


1 


gb|AL009193 |DMC103B4 Drosophila melanogaster cosmid clone... 


292 


2 


4e- 


-10 


2 


gb| AE003423 | AE003423 Drosophila melanogaster genomic scaf . . . 


292 


1 


3e- 


-09 


2 


gb| AE003469 | AE003469 Drosophila melanogaster genomic scaf... 


271 


3 


5e- 


-09 


2 


gb|AR083262 | AR0832 62 Sequence 9 from patent US 597 6837. 


231 


4 


9e- 


-07 


1 



>gb|U81800 |HSU81800 Homo sapiens monocarboxylate transporter (MCT3) mRNA, 
complete cds . 
Length = 1982 

Plus Strand HSPs : 

Score = 384 (108.6 bits), Expect = 8.4e-20, P = 8.4e-20 

Identities = 288/552 (52%), Positives = 288/552 (52%), Strand = Plus / Plus 

Query: 532 TGATGGCGGATGGGCTTGGATGATGGTGCTCTCCTCTTTCTTTGTGCACATCCTCATCAT 591 

I I I Mill I I I I III II I II II I I I I II I II I 

Sbjct: 110 TGACGGCGGCTGGGGCTGGGCCGTGCTCTTCGGCTGTTTCGTCATCACTGGCTTCTCCTA 169 



Query: 592 GGGCTCCCAGATGGCCCTGGGTGTCCTCAACGTGGAATGGCTGGAAGAATTCCACCAGAG 651 

Ml II I MM I Mill II I III I I II M I 

Sbjct: 170 CGCCTTCCCCAAGGCCGTCAGTGTCTTCTTCAAGGAGCTCATACAGGAGTTTGGGATCGG 229 
Query: 652 CCGCGGCCTGACCGCCTGGGTCAGCTCCCTCAGCATGGGCATCACCTTGATAGTGGGCCC 711 

I I II II llllll M MM II III III II II II 

Sbjct: 230 CTACAGCGACACAGCCTGGATCTCCTCCATCCTGCTGGCCATGCTCTACGGGACAGGTCC 289 

Query: 712 TTTCATCGGCTTGTTCATTAACACCTGTGGGTGCCGCCAGACTGCGATCATTGGAGGGCT 771 

II I I III I I III II Ml Mill I I I I II II II 

Sbjct: 290 GCTCTGCAGTGTGTGCGTGAACCGCTTTGGCTGCCGGCCCGTCATGCTTGTGGGGGGTCT 349 



Query: 772 CGTC7VACTCCCTGGGCTGGGTGTTGAGTGCCTATGCTGCAAACGTGCATTATCTCTTCAT 831 

II II llllll MM III I III llllll 

Sbjct: 350 CTTTGCGTCGCTGGGCATGGTGGCTGCGTCCTTTTGCCGGAGCATCATCCAGGTCTACCT 409 
Query: 832 TACTTTTGGAGTCGCAGCTGGCCTGGGCAGCGGGATGGCCTACCTGCCAGCGGTGGTCAT 891 

II III III I II MM I I II M III M I MM 

Sbjct: 410 CACCACTGGGGTCATCACGGGGTTGGGTTTGGCACTCAACTTCCAGCCCTCGCTCATCAT 469 



Query: 
Sbjct: 



892 GGTGGGCAGGTATTTCCAGAAGAGACGCGCCCTCGCCCAGGGCCTCAGCACCACGGGGAC 951 

III I I II Ml Ml I Ml II I III I II II I Ml I 

470 GCTGAACCGCTACTTCAGC AAGCGGCGCCCCATGGCC AACGGGCTGGCGGCAGCAGGTAG 529 



Bpck u> udiimLcsi 

Analysis of 25466 (510 aa) 



Exhibit C to Accompany Declaration under 
37 CFR $1,131 forUSAppIn. No. 10/074,547 



1 IH 5 « 



7 ilio „ >^ 



3. I 4.6. "2.5 4.2 



a 4.5 , 3.0 "s.g 3 . 9 i« 4<4 5< gB 



I ' I ' I ' I ' I ' I 1 I ' I ' I 1 I ' I 1 ! 1 I ' I ' i ' | '.| ' | ' | ' j ' | i | i | . | . | i | 
1 11 81 121 161 201 241 ^81 321 361 401 441 481 



>2S466 

MYTS KEDIGYDPEDGPKDKKTLK PHPNI DGCWAWMMVLSS PPVHI L IMGSQMALGVLNVE 
WLEEPHQSRGLTAWVSS LSMC ITL IVGPFIGLP tNTCGCRQTAI XGGhVUS LGWVLS AYA 
ANVHY L P I TFGVAAG LGSGMA Y L P A WMVG RY FQ K RRA LA QG LS TTGTGPGTF LMTV L LK 
YLCABYGWRNAML IQGAVS LNLCVCGALMRP LS PGKNPMDPGEKDVRGLPAHSTES VKST 
GQQGRTBEKDCG LGMEETLCDLQAOECPDQAGHRKNKCALRI LKTVSWLTMRVRKGPEDW 
YSGYFGTAS LFTNRMFVAF IFWALFAYSS FVI PF IHLPE I VNLYNLSEQNDVF PLTS 1 1 A 
I VH I FGKVILGV I ADLPC ISVWNVFL LANFTLVLS IFIL PLMHTYAG LAVICAL IGFS SG 
YFSLMPWTEDLVG I EHLANAYG 1 1 ICANG ISA L LGP PFAGWIYDITQKYDFS FY ICGLL 
YMIGI LPLLTQPC IR I I BQSRRKYMDGAHV 



PSORT Prediction of Protein Localization 

MITDISC: discrimination of mitochondrial targeting seq 
R content: 0 Hyd Moment (75): 6:27 

Hyd Moment<95): 6.41 G content: 0 
D/E content: 2 s/T content: 2 

Score: -6.39 

Gavel: prediction of cleavage sites for mitochondrial preseq 

cleavage sice motif not found 

NUCDISC: discrimination of nuclear localization signals 
pat4 : none 

pat7: PKDKKTL (5) at 16 
bipartite: none 

content of basic residues: 6.5% 
MLS Score: -0.04 

Final Results (k * 9/23>: 

66.7 %: endoplasmic reticulum 
22.2 %: mitochondrial 
11.1 %: nuclear 



prediction for 2*466 is end <k=9) 



Start I End I 



387 |408 I Leucine zipper pattern (PS0002^|LANFTLVI^I...LPLMHTYAGL 



Seq 



Signal Peptide Predictions for 25466 



Method 


Predict 


SignalP (eukaryote) 


MAYBE 



Note: ami no- terminal 70aa used Tor signal peptide prediction 



Transmembrane Segments Predicted by MEMSAT 



AAalyits Of 2546* 



P»g« : J 



Start 


End 


Orient 


Score | 




33 


TT 


ins-->out 


3J 




73 


94 


out->ins 


4.6 




103 


1 19 


ins-->oui 


2.5 | 


T/A3 


126 


149 


out— >ins 


4.2 | 


T rAn 


162 


179 


ins-->out 


2.0 


Ti'M" 


191 


209 


out-->ins 


2.2 


rM 


315 


335 


ins-->out 


4.5 


TK7 


352 


374 


out->ins 


3.0 ! 




381 


399~ 


ins-->out 


Ti 


/>v\ 


406 


428 


out->ins 


3.9 | 




441 


464 


ins->out 






472 


490 


out->ins 







>25466 

MYTSHEDIGYDFEDG PKDJUCTLKPHPNIDGCWAWTOtVLS £ FFVHI L IKGSQHALGVLNVE 
WLEEFHQSRGLTAWVSS LSKG ITLIVGPPIG LFINTCGCRQTA I IGG L.VJJS LGVvVLSAYA 
ANVHYLF ITFGV&AGLGSGFAY LPAVtJTCVGRYFQKRRALAQG LS77GTG P5TPLMTVLLX 
YLCAEYGWRNAKL,IC-aAVSLNLO;CGALKRPLSPGKNPNDPGEKDVRGLPAHSTESVKST 
GQQGRT E EKDGG LGNEET LCD LQAQ EC P DQ AGHRKNMC A LR I LKTVSW LTMRVRKGF EDW 
YS GYFGTA S LFTNRKFV A F I FSiA LF A Y 3 3 F V I P F I H L P 6 1 VN L YNLS EQND7 P P LTS 1 1 A 
I VH I F GK V I LG V I AD L PC I S VWNV F L L Ai.TT LV LS I F I LPLMHTYAGLAVICALIGFSSG 
YFSLKPVVTEDLVCIEHLAWAYGIIICA:;GI£ALLGPPFA5WIYDITQKYDF3FYICGLL 
YKISILFLLIO.PCIRIIEQSRRKYMDGAHV 

Transmembrane segments for presumed mature peptide 



Start 


End 


Orient 


Score 


18 
48 


39 
64 


obtains 
ins-ofeut 


4^ J 

2.5 | 


71 


94 


out->ins 




107 


"T2T 


ins-->out 




136 


154 


out->ins 


2, \ 


260 


280 


ins->out 


4.5 


297 


319 


out->ins 


3.0 


326 


344 


ins-->out 


3.8/ 


351 


373 


out->ins 


^9 


386 


409 


ins-^o'ut 


4.4 


417 


435 


A»ut->ins 


5.5 



>25466 r<l «liature 

vlnvbhleefhqs rgltayjvs s lsmgitl ivg p f ig lf intcgcrqta i igglvnslgwv 
lsayaanvhy lf i tfgvaag lg sgma y l pa wkvgry fqkrra laqg lsttgtgfgt f lm 
tvllkylcaeygwrnaml iqgav3 lm lcvccalkrp lspgknpndpgekdvrglpahste 
svkstgg^rteekdgglgmeetlcdlqaqecpdoaghrknmcalrilktvswltmrvrk 
gfedwysgyfgtaslftnrkfvaf i fwalfayss fv i ppihlpbivnlynlseqndvfpl 
ts 1 1 a ivh x fg kvi lgvi adl pc i s vwnv f l la ft lvl s i ft lp lmhtyag lav icali 

GFSSCYFSLKPVVTEDLVCIEHLANAYGIIICANGISALLGPPFAG ! .<IYDITQKYDFSFY 
ICGLLYKIG I L PL LIQPC IRI I EQS RRKYMDGAHV 



Prosite Pattern Matches for 25466 

Proslte version: Release 12.2 of February 1995 

>ESMiai|PDCC00001|ASN_GLYCOSYLATION N-glycosylation site. 

Query: 345 NLSE 348 

Query: 389 KFTL 392 

>£SMiii5|PDCC0000S|PKC_PKOSPHO_SITE Protein kinase C phosphorylation site. 



Query: 


21 


TLK 


23 


Query: 


236 


SVK 


238 


Query: 


290 


TOR ' ■ 


292 


Query: 


312 


TNR 


314 


Query: 


467 




469 


Query; 


500 


SRR 


502 



hnpVrt»n B o.m[rf.com/..q«n.l/crf«ft»L/254»e,M70.hlffll 



AnUytl. at 25486 

>EZ££2ii I PDOC00006 1 CK2_PH0SPH0_SITE Casein kinase II phosphorylation site. 

Query : 3 TSHE 6 

Query: 258 TLCD 261 

>ES££££2|PDOC00007|TYR_PHOSPHO_SITE Tyrosine kinase phosphorylation site. 

Query: 294 RKGFEDWY 301 

> P S 0 fe 0 C! 8 | PDOC 0 0 0 0 fl | MYRI STYL N-rayristoylation site. 



Query: 


49 


GSQMAL 


54 


Query: 


91 


GLPINT 


96 


Query: 


98 


GCRQTA 


103 


Query: 


106 


GGLVNS 


111 


Query: 


131 


GVAACL 


136 


Query: 


137 


GSGMAY 


142 


Query: 


162 


CLSTTG 


167 


Query: 


251 


GGLCNE 


256 


Query: 


443 


G1IICA 


448 



>£SI12jl2£|PDOC00029|LEUCINE_ZIPPER Leucine ripper pattern. 
Query: 387 LAHPTLVLSIFILPLMHTYACL 409 

>E£fi214I|PDOC00299|MICROBODIBS_CTER Microbodies C- terminal targe ting signal. 
Query: 508 AHV 510 



Protein Family / Domain Matches, HMMer version 2 

Searching for complete domains in PFAM 

hmmpfam - search a single seq against HMM database 

HMMER 2.1.1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL) . 



HMM file: 
Sequence file: 



/prod/ddra/seqanal/PFAM/pfamS.S/Pfam 
/prod/ddm/wspace/orf anal/oa-script . 8673 . seq 



Query: 25466 

Scores for sequence family classification (score includes all domains) : 
Model Description Score E-value 



Monocar boxy late transporter 
Sugar (and other) transporter 
presenilin Presenilin 

Parsed for domains: 

Model Domain seq-f seq-t ham- f turn 



184.0 2.5e-Sl 
-142.8 0.086 
-256.3 4.8 



Presenili: 
MCT 

sugar_tr 



1/1 
1/1 
1/1 



32 



336 
477 
504 



475 [] 
611 [] 
487 [) 



score B-value 

-256.3 4.8 

184.0 2.5e-51 

-142 . 8 0.086 



Alignments of top-scoring domains; 

Presenilin: domain 1 of 1, from 17 to 336: score -256.3, E = 4.6 

* ->eeelklkY gakhvimlf vPValCMUVvatiks . vsfyeqnd 

+ +lk +++ *g* io++ + 1 ♦ + ++v + e 
25466 17 KDKKTLK Phpn idGGWAWMMVL S S F PVH I L IMG SQMALgVLNVEW LB 63 

glkllYtpPhsdtptvgqklldSllNtlillsVlwinTfLlwlYkyrFY 
+ Ph ++1 + +1 + 1+v f+ + «-+ 

25466 64 E FHQ SRGLTAWVSSLSMGITLIVG>PIGLFIMTCGCR 100 . 

K. . ilhgWLilSSlllLPlfeviyLqevfkaynDQDDNNQvp md 

+ il.g +++S1+ ♦ + ++ +£ v+ + +*+m 

25466 101 QtalIGG— LVNSLGWVLSAYAANVHYLFITFG VAaglgsgMA 141 

yptvllliwnFGvvGnnciHVntgpLrLqQfYLItisa LmAlvfiky 

y+ +++ ♦+ + + ♦ L Q+ t + ++ Lfn + +ky 

25466 142 YLPAWMVGRY PQKRRALAQGLSTTGTGf gtf LMTVL-LKY 181 

L PeWTaW f v La a I S vWDLVA VL t PkG P LrmLVETAqeRnep iFPAliYSS 
L W mL A n A1+ 

25466 182 LCABYGWRN AMLIQGAVSLNLCVCGALMRPL 212 

tvwltvgsnqeetnegtpsterrtskstlBYyTkReaQDDEFYQKIRQR 
+ ♦ ++ e g p ♦ ++kst 
25466 213 S PGKNPND - PGEKDVRG L PAHS TBSVKST - 240 



rsaanPdsaptshstlVEAEPSpielkekssteeesddesdsseteGmPL 
+ ♦ ++e+ d++ e*+ L 



An*)Y«> el 2S«M 



25466 241 - GQ- -QGRTEEKDGCLCMEETLCDL 262 

vsgsSNLsssdssttvsqsdsllaphr . tee iareqpevqsns IpsNekr 
► q> a hrt ♦ r «-»v» I* 
25466 263 QA QeCPDQACHRkNMCALRILKTVS - -WLTM 291 

ceTAaDa lhPdGeeergvkLCLCDF i FYSvLvCkAsa tasGdvnft IACP 
v* C* D YS C AS t F 

25466 292 RVRKCFED — WYSGYPCTASLP TNRMF 316 

VatUGLclTUUavfkkALPALPisitfGlIFYPstdilvtPFmd*:-* 
V* !♦ ♦ Y ♦ *v PP 
25466 317 VAF - IFYIALFAY SSFVIPFIH 336 

HCT: domain I of I, £rom 40 to 477-. score 184.0. E = 2.5c-Sl 

• ->s£ling£tdgfpks£gliC£relqeefqasna<;tswdsisSUlavl 

s£+ + *+-*+g ♦ ♦ g ♦»• +e»»-eef«- s*» t+w *sS* *♦ * 
2S466 40 SFFVHILIMCSQMALG-VONVEWLEEFHQSRGl/TAW- -VSSLSMG IT B3 

ItaGPlasilvnrECcRlvtiaCgllasaorovlasratniselylcfGvi 
lt»CP«-t + n CcR*» it-Cgl* s*g vl* an* 1 «-t£Cv 
25466 84 LIVGPF ICLF I WTCGCRQTA I tGGLVNS LGWVLSAYAAHVKYLF ITFGVA 13 3 

tGlG£af iylPaiviitsYFekkRsLAtgiavaGsgvgt£vlaplnpdq£ 
C1G yiPa*v**» YF+k+R+LA g****G»g*gt£«- **■ 
25466 134 ACU5SCKAYLPAVVKVGRYFQKRRALAQGLSTTCTCPCTFLHTVLL- -KY 181 

licnyGskWrgall££ggmgyviAiw3vaivlncciagal£rplps«kvIc 

I ♦ yG Wr+a*l* g* ♦ ln*c**gal *rpl ++k 
2S466 182 LCAEYC--WRNAMLIOGA -VSLNLCVCCALMRPLSPGK- - 216 

qtklakaeepkealkskeneaseSidsirsaakaivspetpalsispelt 
*P 

25466 217 MP 218 

pkkdqlqkllktsrtrssngaklldfsvlkdargfllyaasgalaslgtq 
♦ ♦■♦+ ♦ ♦ 1 ♦s«-*s«- a g*q 
2S466 219 MDPGEKDVRCLPAHSTESVKSTGOO 24 3 

1 £ lpgs i £ 1 vnfafcs lgea lssvkskeaa f 1 Is i lgdasdkeg f gg i f ar 

♦ k»g ♦ e+ 1* 9 ♦ 
25466 244 GRTE SKOGC LCNEETLCDLQAQ-ECPDQAGHRKNMCA 279 

patlls£lgfvanlketkanrpvliylislcsivawingilsrlasala 

♦ ♦ *■ * ♦♦ «- ** * 
25466 280 LRI L.KTVSW (.TMRVRKGF E - -OWYSGYFG 306 

gsrkekkiksmidkielkattwgl£l£sl££gvg£gskkavvLlalg£ll 

♦ «• 1£ *-+ t* **t **a + * + 
25466 307 T - -ASLFTNRMFVAFIFW ALPAYSSPV 331 

EsilyaipwglqkyssalGltetdAstlieaiavlniiGrplaCllaDk 
*•*«■ ♦ *v 1 «•♦«♦ ** l+*»i«** i G ♦♦•*<; *aD 

2S466 332 IPFIHLPBIVNCYNLSEQNDVF PLTS IIAIVHIFGKVILCVIADL 176 

tknrklaiynlslilcCi£va£aPlati£lgla£ycvl£Csiv£llayaP 
«. i«. ♦ ♦l+«-t«-*Pl ♦«■«• gla**c*l 
25466 377 PCISVWNVF LLANFTLVLSIPILPLMHTYAGLAVtCALI 4 IS 

kg£ckgsyialtsviavdltgldklsfia£glill£qGvaclvGppiagll 
g£* g y«-*l*tv***dl+g * 1 na»g++* ♦ O* +1 Cpp*ag*«- 
25466 416 -GFSSG-YFSLMPWTEDLVGIEMLANAYCI IICANGISALIGPPFACWI 463 

kdltgsykva£y£a<-* 
+d»t+ y* s£y++ 
2S466 464 YDITQKYDFSFYIC 477 

,tr: domain 1 o£ I, £roto 32 to 504: score -142.8. B = 0.086 

• - >va 1 vaa lgCg £ 1 fGyOtgv igg £ la I id £ 1 £ r f g 1 1 1 aagal ae lgy 
faf» tl ♦ ♦ *I g ♦ *1 «-*l ♦ *♦ ♦ * 

25466 3,2 WAWMWVLSS PFVnTLIKGSQMAl^VLHVEVLBBFHQSRGl. 71 

s cvl tg 1 wa i £ f lCr 1 iGs 1 faCk lgdr f GRkks 1 1 ia 1 vl £ v iGal la 
t*+v a ♦ li ♦ £ G C * * * G *ls 

25466 72 TAWVSSLSKGITLIVGPFIGLFIKTCCCRQTAI IGGLVNSLGWLS 117, 

gaapgytTiGlwa £y 1 1 i vGRvlvG IgvCg asvlvPmYis B iAPka lRGa 

* a ♦ *yl»i ♦ v iClg Gat- ♦ *+*>' *R a 
25466 118 AYAANV HYLPITPGVAAGLGSGKAYfcPAWMVpRY - -FQKRRA 158 ' 

lgalyqlait iCi lvAai iglglnktnndaa lnswgWRiplg Iqlvpal L 
It *■ l**t* ♦ ♦*♦■♦♦♦ + ♦ gWR ♦ *q»«- +1 

2S466 159 LA- -QGLSTTGTGFGTFLMTVLLKYLCA EYGWRNAML IQGAVS IM 201 

II igl 1 £ IP ESPRvL.vekgkleeAre 

1+++* «• 4. 4 .»«f4.t»*-*>'»'t ♦+ *■ ♦t+BS ♦ ♦g**ee * 

2S466 202 LCVCGA UfRp la pgknpndpg e kd v rg 1 pahs t BSVKSTQQQGRTE EKDG 251 

vLak. . .lrgw edvdqeiqeikaeleagveee.k 

25466 252 GLGNeetLCDLqaqecpclqaHhrknnicALRILirTVSWLTHRVTUCGFEDwY 301 

agkaswgel £ rgrtrpkvrqr 1 lmgvalqa CqQl tG iNa i CYYapt i £ks 
g **1£*» r+*+t-+ *at f p i * 

25466 302 SGYPGTASLFTH T PJO?VAPIPWALPAYSSFVrPFrHLPEIVML 343 

wGvadara^llvtiivgvv»l£v£TlvaJ,iElvpr£GRRpl > li 

* t + + t+v *a i*-*- * ** ♦♦» ♦ ♦* ♦ +1 

25466 344 ynlseqtidVPPLTS IIArVHIFGKVILGVIADLPCISVW---NVTL 386 

lGaagna ic £ 1 i Igaa igva 1 1 1 inkpkdplskaag iva i v£ i 1 1 £ ia f P 

25466 387 LANFTXVLS IFIL PLKHTY- AGLAV1CALIG— -P 417 

algwCp ipwvi la ElPPtkvRska la lataaiwlan £ i ig £ 1 f py i tga i 
g4 . +f v4 * *i + ♦ a *an • ♦ *l ♦ 



AnilytU ol 25406 



25466 4 18 SSGYPSLHPWTEDLVGIBHLANAYGI IICANGISALLCPPFAGWIYDIT 46"? 

glalggyv£lv£a H llvlf il f vf ££vPETKGrtLeeieel£< - • 
y £ +♦ ♦ +1 + +♦£+++ + *r +e+ + ♦ 
25466 460 Q KYDFSFYI-CCLLYMIGILFLLIQPCIRIIEQSRRKY 504 

// 

Searching for complete domains in SMART 

hmtnpfara - search a single seq against HMM database 

HMMSR 2.1.1 {Dec 1998) 

Copyright (C) 1992-1998 Washington University School o£ Medicine 

HMMER is £reely distributed under the GNU General Public License (GPL) . 



HMM £ile: /ddm/robison/sraart/smart/smart.all.hmms 
Sequence file: /prod/ddra/wspace/orf anal/oa-script . 8673 . seq 



Query: 25466 

Scores for sequence family classification (score includes all domains): 
Model Description Score E-value N 



Ino hits above thresholds] 
Parsed for domains: 

Model Domain aeq-f seq-t hmm-f hmm-t score E-value 



[no hits above thresholds} 

Alignments of top-scoring domains: 
{no hits above thresholds! 

// 



ProDom Matches 



Prodomld I 


Start 1 


End! 


Description 


Score 


Vi e w Prodom 38068 (g^m^ 


345 


461 


p99.2 (2) 006142(1) 030820(1) // PROTEIN ADENYLYL CYCLASE 


73 


View Prodom »02799 |^Bfi^^Mr^| (^o^Lhgl^^^^Mf^^l!^ 


393 


467 


p99.2 (1) YU45 MYCTU // HYPOTHETICAL 41.9 KD PROTEIN 
CY339.45C TRANSMEMBRANE 


80 


View Prodom 84838 |^^M^|f^^««^PgJ 


440 


494 


p99.2 (1) 023 1 13 CAEEL // SIMILAR TO SYNAPTIC VESICLE AMINE 
TRANSPORTER 


74 


Prodomld 


Start 


End 


Description 


Score 



View Prodom 84838 



>84B38 p992 (1) Q23U3_CAEEL // SIMILAR TO SYNAPTIC VESICLE AMINE TRANSPORTER 
Length » 85 

Score * 74 (31.1 bits). Expect » 0.053. P = 0.052 
Identities = 18/57 (31%). Positives = 31/57 (54%) 

Query: 440 NAYGIIICANGISALLGPPPAGWIYDITQKYDFSPYICGLLYMI--GILFLLIQPCI 494 

+jf GI + + L+GPP+ G+Y+K+F+LL+ I P+ + +QP I 
Sbjct: 14 SAMGIALGGLALGVLVGPPYGGLLYQWSGK-ELPFVLLALLALPDGSIQFMVLOPKI 69 



View Prodom 102799 



>102799 p99.2 (1) YU45_MYCTU // HYPOTHETICAL 41.9 KD PROTEIN CY339.45C 
TRANSMEMBRANE 
Length * 155 

Score = 80 (33.2 bits). Expect » 0.55. P = 0.43 
Identities = 25/78 (32%). Positives = 37/78 (47%) 

Ouery: 393 VLSIFILPLMHT-YAGLAVICALI-GFSSGYF-SLMPVVTEDLVGIEHLAKAYGIIICAN 449 

♦LSI ♦+ T ♦ VI L+ G ♦ G S ♦ V DLV A+AYG+ 
Sbjct: 48 ILS I LWLFAPTDNVIWWIGTLVWGAAVGIQESTLRGWADLVAS PRRAS AYGVFAAGL 107 

Ouery: 450 GISALLGPPFAGWIYDIT 467 

G ♦ G GW+YDI+ 
Sbjct: 108 GAAT AGGGA L IGWLYDI S 125 



View Prodom 38068 

> 3 8068 p99.2 (2) 006142(1) O30820U) // PROTEIN ADENYLYL CYCLASE 
Length = 218 

Score = 73 (30.8 bits). Expect ■ 8.1. P » 1.0 

httji'Jn>nao.mpi.eoni/M<i«n4l/«rtan*V254ee.afl70.M>n1 



Identities « 41/135 (10%). Positives = 62/135 (45%) 



Query 345 NLSEQNDVFPLTS 1 1 AI VHI - -FGKVI LGV I ADLPC I SVWNVP LLANPTLV --LSIP--- 397 

♦ + ♦ + V +T* +A*V F ♦ L A I*+ NVF F *V L F 
Sbjct: IS S VARRQRV LT I T AW LA VWTGS F A LMQ LATG AGGWY I A L I NVPTAVT FA I VP L LHR FGG L 74 

Query 398 ILPLMHTYAGLAVICAL- IGFSSG YF S LM PWT E D L VG I E HLANA YG III CAN 449 

+• PL T+ G A + IG* G +F + ♦ LVGIEH A A G+ A 

Sbjct: 75 VA P L - - TF I GTA YV A I P A I GWDVGTDAG AQ F F F L VAAA LW L L VG I E HT A LA VG LAAV AA 132 

Query: 450 G-ISAL- - LGPPFAG 461 

G ♦ AL L PP G 
Sbjct: 133 GLVIALEFLVPPDTG 147 



CLUSTAL W (1.74) multiple sequence alignment 



Exhibit D to Accompany Declaration under 
37 CFR §1.131 for US Appln. No. 10/074,547 



Fbh2 5466pat MYTSHEDIGYDFEDGPKDKKTLKPHPNIDGGWAWM3WLSSFFVHILIMGSQMALGVLNVE 

O15374 MLKRE-GKVQPyf KTLDGGWGWMI VIHFFLVNVFVMGMTKTFAI FFW 

* * ■ * . * * * * # * * . ★ : *.*....** ::.::* 



Fbh2 5466pat WLEEFHQSRGLTAWVSSLSMGITLIVGPFIGLFINTCGCRQTAIIGGLVNSLGWVLSAYA 
0153 74 FQEEFEGTSEQIGWIGSIMSSLRFCAGPLVAIICDILGEKTTSIIjGAFWTGGYLISSWA 
. *** . * . * . . . **:•:: 



* . .* . *...*..* 



Fbh2 54 6 6pat ANVHYLFITf GVXAGLGSGMAYLPAVXMVGRYFQKRRALAQGLSTTGTGFGTFLMTVLLK 

0153 74 ' TS I PFLCVTMGLLPGLGSAFLYQVAAWTTKYFKKRLALSTAI ARSGMGL - TFLLAPFTK 

:.: :* :*:*: .****.: * * . :. : * * : * * * * : .:: : * * : * * * : : : * 

Fbh2 54 6 6pat YLCAEYGWRNAMLIQGAVSLNLCVCGALMRPLSPGKNPNDPGEKDVRG- LPAHSTESVKS 

0153 74 FLI DLYDWTGALI LFGAI ALNLVPS SMLLRP I - HI KSENNSGI KDKGS SLSAHGPEAHAT 

. * * * .*::: * * : : * * * . * # * : . * * * . *.**..*: : 

Fbh2 5 4 6 6pa t TGQQGRTEE KDG GLGNE - ETLCDLQAQECPDQAGHRKNMCALRI LKTVSWLTMR 

0153 74 ETHCHETEESTIKDSTTQKAGLPSKNLTVSQNQSEEFYNGPNRN RLLLKSDEESDK 

. *** ** ^ * : .* * *. * .:* *:* . . : : 

Fbh2 5466pat VRKGFEDWYSGYFGTASLFTNRMFVAFIFWA-LFAYSSFVIPFIHLPEIVNLYNLSEQND 

0153 74 VIS WSCKQLFDISLFRNPFFYIFT-WSFLLSQLAYFIPTFHLVARAKTLGID-IMD 

* * : ****.★ * ..**.** b . a * 

Fbh2 5 4 6 6pa t VFPLTS 1 1 AI VHI FGKVI LGVI ADLPC I S VWNVFLLANFTLVLS I FI LPLMHTYAGLA - - 

0153 74 AS YLVS VAG I LETVSQ 1 1 SGWVADQNW I KKYH YHKS YL I LCG I TNLLAPLATTFPLLMTY 

*.*:.*:...::**:** *. ::. : * : . * 

Fbh2 5466pat VICALIGFSSGYFSLMPWTEDLVGIEHLANAYGI I ICANGISALLGPPFAGWIYDITQK 

Ol 53 74 TICFAI - FAGGYLALILPVLVDLCRNSTVNRFLGLASFFAGMAVLSGPPIAGWLYDYTQT 

* * **.***.*. * * * ,: * : A..****.***;****. 



Fbh25466pat YDF S FY I CGLLYM I G I LFLL IQPCIRIIEQS RRKYMDG AHV 
Ol 5 3 74 YNGSFYFSGI CYLLSSVSFFFVP LAERWKNSLT 



